Collecting complete protein crystal datasets from the combination of partial datasets of several crystal entities, termed serial crystallography (SX), is quickly gaining popularity for difficult biomolecules that are not amenable to standard single-crystal diffraction methods. In the SX experiment, a few frames of diffraction data from several crystalline entities, typically of micron size, are collected and merged together. Because of the small size of the crystals and their typically weak diffraction, X-rays of high intensity and small beam size are necessary, such as from X-ray free electron lasers (XFELs) or synchrotron light sources. Application of SX techniques using radiation from synchrotron light sources poses some interesting challenges due to the lower flux compared to XFELs. While the availability of synchrotron facilities is far higher than that of XFELs, the lower flux means that data collected will be weaker. Maximizing data quality while making the most of the inherently weak data collected is paramount.
